The identification of dairy cows with greater or lower potential to develop mastits has been pursued for many years among different segments of the milk industry, including governmental organizations. Genomic studies have suggested that Single Nucleotide Polymorphisms (SNPs) within the pattern recognition receptors (PRR) could lead to different responses to pathogens, and consequently result in mastitis resistance or susceptibility. To investigate whether toll like receptor 4 (TLR4) gene is associated with subclinical mastitis in Holstein cows from a property in the state of Goiás, Brazil, TaqMan allelic discrimination and somatic cell count were performed. One hundred and fifty milk samples were analyzed for SCC and centesimal composition. Twenty percent of those samples with SCC above 200,000 (n=13) were screened for real-time PCR identification of microorganisms and blood samples were genotyped for TLR4 SNPs.
INTRODUCTION
Mastitis has been considered as the disease with greatest impact in dairy herd worldwide, due to its high prevalence and to the economic loss caused by it (4) . Additionally the disease has a profound negative impact on the productivity of dairy industries as a consequence of the milk quality as well as its lower industrial yield (1) . The mammary gland tissue is protected by two defense systems of the immune system: innate or nonspecific immunity and the acquired or specific immunity. Both innate and acquired immunity interact in the attempt to provide protection against mastitis causing microorganisms (2). The TLR4 is polymorphic among bovine species and its expression has been shown to be associated with intramammary infection (12) . This observation has raised the possibility of testing this receptor gene as a candidate of molecular marker for mastitis resistance and consequently to be used in an assisted selection of dairy herds. The aim of the present study was to identify Single Nucleotide Polymorphisms (SNPs) within TLR4 gene in Holstein dairy caws from a dairy farm in the state of Goias, Brazil, and to correlate their frequency with sub clinic mastitis, somatic cell counts (SCC) and milk quality.
MATERIALS AND METHODS

Farm selection and Sampling
Rural property selection was done considering the following criteria: a) milk production from pure Holstein breed 
SNPs genotyping
Blood DNA extraction was performed from the buffy coat Polymorphisms with subclinical mastitis Table 1) . 
RESULTS AND DISCUSSION
Genotype patterns of different polymorphisms in Brazilian Holstein dairy cattle
The allele and genotypic frequencies and the Chi-square test to test for the Hardy-Weinberg equilibrium are presented in Association of single SNP and somatic cell score
As shown in Table 3 , genotype AA at locus 1, CC at locus 
Association between combined genotypes of SNPs and somatic cell
Analysis of the combined genotypes allowed us to further investigate the possible association of SNPs with SCS. Nine kinds of combined genotypes of three SNPs combination (rs8193946 A>G, rs8193060 C>T and rs29017188 C>G) were observed in 69 cows ( Table 4 ).
As shown in In conclusion it was showed that animals that had the combined genotypes AACCCC, GGTCGG and GACCGC presented the lowest somatic cell scores, and consequently have the potential to be applied as molecular markers for assisted animal selection to improve milk quality.
